http://manatee.sourceforge.net/ MANATEE is a genome annotation tool that allows users to quickly identify genes and make high quality functional assignments. It is very useful for prokaryotic genomes. GlimmerHMM is a gene finding tool based on a Hidden Markov Model (HMM). Gene finding is often one of the first steps in microbial genome annotation and crucial for further annotation of the genes and functions found in the microbe under study.
GlimmerHMM

http://www.tigr.org/software/GlimmerHMM/index.shtml
GlimmerHMM is a gene finding tool based on a Hidden Markov Model (HMM). Gene finding is often one of the first steps in microbial genome annotation and crucial for further annotation of the genes and functions found in the microbe under study.
Comprehensive Microbial Resource
http://www.tigr.org/tigr-scripts/CMR2/CMRHomePage.spl
The Comprehensive Microbial Resource (CMR) is a tool that provides access to many of the bacterial genome sequences completed to date, both at TIGR and elsewhere. For genomes not sequenced at TIGR, additional annotation is generated at TIGR by an automated annotation process and this is available freely to users.
MUMmer http://www.tigr.org/software/mummer/
MUMmer is a system for aligning whole genome sequences, able to rapidly align sequences containing millions of nucleotides.
Unfinished Microbial Genomes
http://www.tigr.org/tdb/ufmg/
This webpage contains a list of microbial genomes currently being sequenced at TIGR and elsewhere. It permits the user to run a BLAST search using the deposited, but as yet unfinished, genome sequences. This site provides service to all prokaryotic sequencing centers, funded by the U.S. Department of Energy (DOE). The service is free automated annotation of any prokaryotic sequence submitted to the annotation engine. The site also offers a free course in 'Prokaryotic Annotation and Analysis'.
Visualization Tools for Bacterial Genome Alignments
